GENOME ANNOUNCEMENT {#s0}
===================

This paper announces the *de novo* genome sequence of *Pasteurella multocida* vaccine strain Razi 0002, isolated in Iran ([@B1], [@B2]). Genomic DNA was isolated from an ethanol-inactivated overnight culture grown in tryptose phosphate broth with a Qiagen Genomic-tip 100/Q and the genomic DNA buffer set (Qiagen, Hilden, Germany). DNA quality was examined by using both a NanoDrop spectrophotometer (Thermo Scientific, Schwerte, Germany) and a Qubit 2.0 fluorometer (Life Technologies, Inc., Darmstadt, Germany). Whole-genome sequencing was performed on the RS sequencer with SMRT technology PacBio RSII (Pacific Biosciences, Menlo Park, CA, USA) at GATC Biotech (Constance, Germany), using standard protocols according to the manufacturer's instructions, which were followed throughout the sequencing process ([@B3]). *De novo* assembly was performed with SMRT Portal version 2.3.0 (Daemon version 2.3.0, SMRT View version 2.3, and SMRTpipe version 2.3.0; Pacific Biosciences) from 25 contigs, with an *N*~50~ contig length of 2,289,036 bp. The genome has a size of 2,289,036 bp and a G+C content of 40.3% (Geneious 9.0.5; Biomatters, Auckland, New Zealand). Genome annotation was done using the NCBI Prokaryotic Genome Annotation Pipeline (<http://www.ncbi.nlm.nih.gov/genome/annotation_prok/>) and predicted 2,158 genes, 2,079 coding sequences (CDSs), 176 pseudogenes, 56 tRNA genes, 19 rRNA genes, and four noncoding RNA (ncRNA) genes.

Accession number(s). {#s1}
--------------------

The sequence of *Pasteurella multocida* Razi 0002 has been deposited at DDBJ/EMBL/Genbank under the accession no. [CP019081](https://www.ncbi.nlm.nih.gov/nuccore/CP019081).
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